Supplemental
. Example of a tRNA coverage plot for small RNAs detected in nonmalignant tissue from HBV-infected subject 6. Each line in the coverage plot represents tRNA families from which the tRNA-derived RNA could originate. The tRNAs are listed using a nomenclature that groups tRNA gene paralogs by sequence: "X-Y-Z", where X is the tRNA amino acid and anticodon, Y is the number of tRNA genes with the identical sequence, and Z is a unique identifier for each tRNA family. For example, GlyGCC-6-1 is a tRNA that carries Gly with a GCC in the anticodon, and which could be derived from 6 different tRNA genes and its unique ID is 1. Supplemental Table 5 provides the new tRNA sequence ID, the position of the anticodon for each tRNA sequence, the tRNA sequence, and all the tRNA genes to which each sequence ID corresponds. If a tRNA-derived RNA could have originated from multiple sequences, each is listed separately in the label for each row. If multiple sequences have the same anticodon, then the number identifiers are each listed, comma separated after the amino acid and anticodon. Superimposed on the coverage plot are boxes (peach) that show the name of a tRNA-derived RNA type and arrows pointing to examples of each type. Different tRNA-derived RNAs are named as suggested by Garcia-Silva et al. 1 , differentiating between tRNA-fragments (tRFs) and tRNA-halves (tRHs). Also shown are novel tRNA-derived RNAs that we have termed "second quarter" (2Q) or "third quarter" (3Q) tRNA fragments, depending on where they originate from within the tRNA. 
